4 TRAILING:20 SLIDINGWINDOW:5:25 CROP:100 MINLEN:36) . Duplicated reads were removed 68 and scaffolds identified as putative sex chromosome regions by Yim et al. (2014, see their 69 Supplementary Table 16) were excluded from further analyses. Methods of Li and Durbin 70 mapping quality is low (<10) ( Table 1 ). Based on these consensus sequences, the PSMC outputs 74 were obtained with 64 atomic time intervals and 28 free interval parameters (the '-p' 75 parameter used for PSMC was set to '4+25*2+4+6'). Bootstrapping was performed 100 times 76 by breaking the consensus sequences into 5Mb segments and randomly resampling a set of 77 segments by replacement. 78
The PSMC plots thus obtained are shown in Fig. 1 . Average mutation rate per base per year (μ) 79 and average generation time (g) are required for scaling results of PSMC, but it is generally not 80 easy to estimate these values. These values may differ across species and might have been 81 changed through evolution. Currently, the generation time g is estimated to be approximately 82 22 yr in both species of minke whales (Taylor et al. 2007) . Regarding mutation rate, analyzing 83 only limited numbers of intronic loci, it was previously approximated that μ=5×10 -10 in baleen 84 whales (Alter et al. 2007 , Jackson et al. 2009 ). However recently, based on the genome-wide 85 analyses, Yim et al. (2014) estimated that μ=1.07×10 -9 in common minke whales. In addition, it 86 is estimated that μ=1.22×10 -9 in Yangtze River dolphins and μ=0.84×10 -9 in common bottlenose 87 dolphins (Zhou et al. 2013) . Therefore, I assumed that μ is approximately 1×10 -9 in whales. 88
Based on these assumptions (g=22, μ=1×10 -9 ), historical N e was estimated for both species ( was also reduced. These findings may suggest that there had been environmental 99 deterioration for minke whales around the Antarctic at that time. However, it is also possible 100 that these inferred decrease of N e are caused by population structuring (Mazet et al. 2016),6 an allele at a heterozygous site was selected randomly (i.e., the '-rq20' option was used for 115 seqtk). As a result, there were sequences of 1.43 Gbp in total remained for PSMC calculation. 116 
